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Phylogenetic analyses of coral acid-rich proteins (CARPs).
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Supplementary Figure 2. Alignment of ITS2 type C sequences. The C3 type symbionts identified in H. coerulea (NCBI accessions MF682429 and MF682430) and the C3-Gulf type
Symbiodinium thermophilum from corals in the Arabian/Persian Gulf (NCBI accession KP234524.1) have an 8bp insertion (red box). H. coerulea from Guam hosts C3 type symbionts (NCBI accession FM877427.1). Other ITS2 sequences were obtained from the GeoSymbio website.
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Supplementary Figure 3.
Supplementary Note
Amino acid sequence alignments that were used to generate phylogenetic trees. 
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